: Rarefaction curve of all samples at the (A) species level and (B) antimicrobial resistance (AMR) genes level. The leveling off of the curve illustrates that an appropriate sampling depth was reached for the bacterial and AMR gene diversity of the community sampled. Table S1 : Classes, mechanism, and groups of antibiotic resistance genes found within the 32 bovine fecal shotgun metagenomic samples. Included as an excel document. Methods. Non-host reads were assigned taxonomic labels by Kraken version 0.10.6 beta (Wood and Salzberg, 2014), kraken-filter was used at a threshold of 0.20. Antimicrobial resistance gene counts were generated from the MEGARes pipeline as described in the main text methods. Rarefaction curves were constructed with the 'rarecurve' function from the Vegan package version 2.4-4. 
